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INACTIVATIdN OF KAPPA CONSTANT REGION 



Constant 




Kucherlapati et al. 
6/18 



U 031801 




Figure 6 



Kucherlapatl et al. 

08 031801 



SOUTHERN ANALYSIS OF LIGHT CHAIN 
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KAPPA J/CONSTANT 
REGION INACTIVATION 
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Mouse Breeding Scheme 
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heterozygous inactive Murine IgH 
X 

heterozygous inactive Murine IgK 
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MIgH MIgK 
X 

MIgH MIgK ('inactive') 

MIgH MIgK 



Cross I B. 

heterozygous Human IgH 
X 
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MIgH MIgK 
X 

MIgH MIgK HIgK 
MIgH MIgK 



Fl (cross I A) 

MIgH ('inactive') MIgK (inactive') 



MIgH 



MIgK 



Fl (cross I B) 

MIgH MIgK HIgH HIgK 
MIgH MIgK 



Cross II. Fl (cross I A) x Fl (cross I B) 

; 

F2 Quadruple Heterozygotes 
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MIgH MIgK 
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Figure 17 



^ oo 



Kucherlapati et al . 
18'/- 18^ 



MAMMALIAN HOST GENOTYPES 
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Hetero- or Hemi-zygous Mice Intercross Product Mice* 
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V. Animal I X Animal II 



AmIqL mlqH AmIqL AmIqH 

mIgL AmIgH AmIgL AmIgH 

VI, Animal III X Animal V 



mlqL mlqH hlqH 
AmIgL Amigh 

Animal IV X Animal V 

mlqL mlqH hlqL 
AmIgL AmIgH 

Animal VI X Anmial VII 

AmIqL AmIqH hlqL hlqH 
AmIgL AmIgH 

mlqL mlqH hlqL hlqH 
AmIgL AmIgH 



AmIqL AmIqH hlqH and AmIqL AmIqH hlqH 
AmIgL AmIgH hIgH AmIgL AmIgH 



AmIqL AmIqH hlqL and AmIqL AmIqH hlq 
AmIgL AmIgH hIgL AmIgL AmIgH 



AmIqL AmIqH hlqL hlqH 
AmIgL AmIgH hIgL hIgH 

AmiqL AmIqH hlqL hlqH and AmIqL AmIqH hlqL hlqH 
AmIgL AmIgH hIgL hIgH AmIgL AmIgH 



Animal III X Animal IV 
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mIgL mIgH 
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mlqH hlqL hlqH 
mIgH hIgL hIgH 



mlqL AmIqH hlqL hlqH and 
mIgL AmIgH hIgL hIgH 



mlqL AmIqH hlq 
mIgL AmIgH 



mlqH hlqL hlqH and AmIqL mlqH hlqL hlqH 
mIgH hIgL hIgH AmIgL mIgH 



*Not all possible genotypes from intercrosses are shown. 

A = functionally inactive locus 

m = mouse endogenous gene 

h = human transgene 

IgH = immunoglobulin heavy chain 

IgL = immunoglobulin light chain 
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